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Additional file 1: BAs concentration (A and B) and liver function tests indexes(C and D) in stools results
among NNC, TNCN, and TNCR groups, and SCFAs (E) results in four groups. Indexes unites of A, B, C
and D were shown in additional file 6. *, P<0.05; **, P<0.01.




Relative Abundance (TSS)

100 7
Group
@ TNCR
@ TNCN
B NNC
B HC

o]
o
1

Phylum
Actinobacteria
Bacteroidetes
Firmicutes
Fusobacteria
Proteobacteria
Verrucomicrobia
Tenericutes

(9]
o
1

N
o
1

miupwiny § § |

20

M

Additional file 2: microbiota distribution on phylum level. Yellow, darkred, gray, and blue represents TNCR, HC, TNCN, and
NNC groups.
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Lactobacillus A
Megamonas 1
Megasphaera 1
Parabacteroides 1
Pelagibacterium A
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Serratia A
Shewanella 4
Staphylococcus 4
Streptococcus 1
Sutterella -
Tannerella 4
Unclassified { =2
Ureaplasma 1 §
Veillonella 1 T —lis

3 -2 -1 0 1 2-3-2-1 0 1 2 -3 -2 -1
relative abundance

o
S. gallolyticus (OTU77) - | ° %
[ ] [ J *

P. distasonis (OTU129) -

»‘
W

t_

1y
i

/3

_*

* ok
* *

*

o
—_
N

s ol
L gasseri OTUTY) | .
] ® ® | *
0.0 25 5.0 75

relative abundance

Additional file 3: microbiota difference analysis on genus level (A) and OTU level (B). *, P<0.05;
** P<0.01.



genus p=0.28 F=1.3 (ANOVA)
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Additional file 4: part of microbiota alpha and beta analysis results. A and B were eveness and

PCoA1 (44%)
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genus p=0.019 F=3.8 (ANOVA)
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richness indexes of four groups. C and D shown microbiota beta diversity of four groups.



